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To gain a better understanding of the binding mechanism and assist in the optimization of relevant drug and chemical
probe design, both experimental and theoretical studies were performed on a series of amino acid-linked cisplatin deriva-
tives, including glycine-, lysine-, and ornithine-linked cisplatin, Gplatin, Kplatin, and Oplatin, respectively. Cisplatin, the
first FDA-approved platinum-based anticancer drug, has been widely used in cancer chemotherapy. Its pharmacological
mechanism has been identified as its ability to coordinate to genomic DNA, and guanine is its major target. In previous
reports, cisplatin was successfully utilized as a chemical probe to detect solvent accessible sites in ribosomal RNA (rRNA).
Among the amino-acid-linked cisplatin derivatives, Oplatin exhibits preference for adenine over guanine. The mechanism
behind its different selectivity compared to cisplatin may relate to its potential of forming a hydrogen bond between the
carboxylate group in Pt (II) complex and the 6-amino moiety of adenosine stabilizes A-Oplatin products. Tandem mass
spectrometry analysis also indicates that different coordination sites of Oplatin on adenosine affect glycosidic bond stabil-
ity.
Infrared multiple photon dissociation (IRMPD) action spectroscopy experiments were performed on all three amino
acid-linked cisplatin to characterize their structures. An extensive theoretical study has been performed on Gplatin to guide
the selection of the most effective theory and basis set based on its geometric information. The results for Gplatin provide
the foundation for characterization of the more complex amino acid-linked cisplatin derivatives, Oplatin and Kplatin. Struc-
tural and energetic information elucidated for these compounds, particularly Oplatin reveal the reason for its alternative
selectivity compared to cisplatin.
